Supplementary Table 1
The criterions of choosing the raw 16S rRNA genes and ITS sequence pyrosequencing data.
Supplementary Table 2
The number of Penicillum spp. in different samples at the species level. 
criterions (1)
The 250 bp reads were truncated at any site receiving an average quality score <20 over a 10 bp sliding window, discarding the truncated reads that were shorter than 50bp;
(2) exact barcode matching, 2 nucleotide mismatch in primer matching, reads containing ambiguous characters were removed;
only sequences that overlap longer than 10 bp were assembled according to their overlap sequence. Reads which could not be assembled were discarded. 
